9.5 (9.8) USA-Iowa -8.9 (9.5) *Genetic distances (Kimura 2-parameter substitution model) of a fragment in the NS3 encoding region were compared with distances among complete coding sequences (indicated by numbers in parentheses). Reference sequences were obtained from GenBank (KX950761, KR011347, KX778724, KY624591, KU041639, KU194229). CDS of APPV Ger-NRW_L277 (MF167291) and China-CQ (MF167292) were obtained within this study. Highly similar sequences harboring more that 95% genetic similarity were excluded from analysis. CQ, Chongqing; GD, Guangdong; Ger, Germany; NRW, North Rhine Westphalia.
